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(AGAGTTTGATCMTGGCTCAG) and 1492R (GGTTACCTTGTTACGACTT) were used to amplify a large portion of the 16S rDNA gene. One microliter of the resulting amplicon was combined with primers 515F: (AATGATACGGCGACCACCGAGATCTACACNNNNNNNNTATGGTAATTGTGTGCCAGCMGCCGCGGTAA) and 806R: (CAAGCAGAAGACGGCATACGAGATNNNNNNNNAGTCAGTCAGCCGGACTACHVGGGTWTCTAAT) and used to amplify the V4 domain. Each primer contained a unique 8 nt barcode Sequencing reads were trimmed of their barcodes, demultiplexed and combined using custom Perl scripts and aligned to the Greengenes (release 13_5) database using Qiime with the default parameters. The resulting Biom tables were filtered to remove low abundance OTUs using the filter_otus_from_otu_table.py Qiime script as previously described 2, 3 . The resulting OTUs tables were used for downstream analysis.
Statistical analysis. Statistical analyses of qRT-PCR data were performed using GraphPad Prism (San Diego, CA). Statistical differences between groups were analyzed using ANOVA with Tukey post-test on normalized Ct values. Correlations were determined by calculating Spearman correlation coefficients using normalized Ct values. Differences in microbial abundance were analyzed using a twotailed Mann-Whitney test. Correlations and correlation heatmaps were performed in R.
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